Supplementary Figure S2 The G20 ribose adopts the C2′-endo conformation in the active site of the product complex. We performed a molecular replacement experiment on the product complex native dataset using the A and C chains (protein and RNA, respectively) from the previously determined Csy4-substrate complex (PDB ID 2XLK) as search models. We removed the G20 nucleotide and C21 phosphate from the RNA search model in order to minimize model bias. A 2F o -F c electron density map calculated from the molecular replacement solution phases contoured at 1 σ is displayed in gray mesh. Density for the G20 nucleotide and C21 phosphate is readily apparent. We manually built the G20 nucleotide into the electron density using a model with either a C3′-endo (A) or C2′-endo sugar pucker (B). The nucleotide modeled with a C3′-endo sugar pucker does not accurately account for all of the observed density (black arrow), whereas the nucleotide modeled with a C2′-endo sugar pucker agrees well with the observed electron density. 
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